Key indicators: single-crystal X-ray study; T = 297 K; mean (C-C) = 0.003 Å; R factor = 0.038; wR factor = 0.105; data-to-parameter ratio = 11.2.
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For background to this study and our previous work on the structural chemistry of N,N 0 -disubstituted thiourea, see: Saeed et al. (2011) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 1-(4,6-Dimethylpyrimidin-2-yl)-3-(3,5-dinitrobenzoyl)thiourea monohydrate S. Saeed, N. Rashid, W.-T. Wong and R. Hussain
Comment
The background to this study has been described in our previous work on the structural chemistry of N,N'-disubstituted thiourea (Saeed et al., 2011) . In continuation of our studies, the crystal structure of the title compound, is presented in this paper.
In the title molecule (Fig. 1) , the nitro groups N1/O1/O2 and N2/O3/O4 are oriented are 5.05 (11) and 9.40 (15)°, respectively, with rest to the mean-plane of the phenyl ring C1-C6. Moreover, the 4,6-dimethyl-pyrimidinyl ring plane, C9-C14/N5/N6, makes a dihedral angle of 1.31 (5)° with the the plane formed by the atoms C7/O5/N3/C8/S1/N4.
The structure is stabilized by intra-molecular N-H···O and N-H···N hydrogen bonding interactions. The inter-molecular hydrogen bonds O-H···O link the molecules into a two dimensinal network (Tab. 1 and Fig. 2 ).
Experimental
A solution of 3,5-dinitrobenzoyl chloride (0.01 mol) in anhydrous acetone (75 ml) and 3% tetrabutylammonium bromide as a phase-transfer catalyst in anhydrous acetone was added dropwise to a suspension of dry potassium thiocyanate (0.01 mol) in acetone (50 ml) and the reaction mixture was refluxed for 50 min. After cooling to room temperature, a solution of 2-amino-4,6-dimethylpyrimidine (0.01 mol) in anhydrous acetone (25 ml) was added dropwise and the resulting mixture refluxed for 3 h. Hydrochloric acid (0.1 N, 300 ml) was added, and the solution was filtered. The solid product was washed with water and purified by re-crystallization from ethanol.
Refinement
All of the C-bound H atoms were observable from difference Fourier map but were placed at geometrically idealized positions with C-H = 0.93 and 0.96Å for phenyl and methyl H-atoms, respectively. The C-bound H-atoms were refined using riding model with U iso (H) = 1.2U eq (C). Both the N-and O-bound H-atoms were located from difference Fourier map and refined isotropically. as those based on F, and R-factors based on ALL data will be even larger.
The structure was solved by direct methods (SHELXS97) and expanded using Fourier techniques. All non-H atoms were refined anisotropically.
All of the C-bound H atoms are observable from difference Fourier map but are all placed at geometrical positions with C-H = 0.93 and 0.96Å for phenyl and methyl H-atoms. All C-bound H-atoms are refined using riding model with U iso (H) = 1.2U eq (Carrier).
Both the N-and O-bound H-atoms were located from difference Fourier map and refined isotropically. 
